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Welcome to the SIB BLAST Network Service 

If results of this search are reported or published, please mention that 
the computation was performed at the SIB using the BLAST network service. 
The SIB BLAST network service uses a server developed at SIB and the NCBI 
BLAST 2 software. 

In case of problems, please read the online BLAST help . 

If your question is not covered, please contact < helpdesk@expasy . org > . 

NCBI BLAST program reference [PMID; 9 254694 ] : 

Altschul S.F., Madden T.L., Schaffer A. A. , Zhang J., Zhang Z., Miller W. , 
Lipman D.J. Gapped BLAST and PSI -BLAST: a new generation of protein 
database search programs. Nucleic Acids Res. 25:3389-3402(1997). 



\ Query length: 9 AA 

Date run: 2004-08-04 13:20:52 UTC+0100 on sib-gml . unil . ch 
Program: NCBI BLASTP 1 . 5 . 4 -Paracel [2003-06-05] 
Database : EXPASY/UniProt 

1,529,856 sequences; 486,583,783 total letters 



Taxonomicview | NiceBlast view 



Printable view 



List of potentially matching sequences 



Send selected sequences to jClustal W (multiple alignm^^ 
I Select up to... 



D Include query sequence 

Db AC Description Score E-value 

tr Q8NXX6 Ser~Asp rich f ibrinogen-binding bone sialoprotein-bind . . 

D tr Q8NXX5 Ser-Asp rich f ibrinogen-binding bone sialoprotein-bind. . 

C tr Q8CQ72 Ser-Asp rich f ibrinogen-binding, bone sialoprotein-bin . . 

Ij tr Q99W4 7 Ser-Asp rich f ibrinogen-binding, bone sialoprotein-bin. . 

C tr Q99W4 6 Ser-Asp rich f ibrinogen-binding, bone sialoprotein-bin. . 

D tr Q932F 7 Ser-Asp rich f ibrinogen-binding, bone sialoprotein-bin. . 

□ tr Q6GBS5 Putative surface anchored protein [SAS0520] [Staphyloc. 

D tr Q6GBS4 Bone sialoprotein-binding protein [SAS0521] [Staphyloc. 

O tr Q7A780 Ser-Asp rich f ibrinogen-binding, bone sialoprotein-bin. . 

n tr Q9KI13 Fibrinogen-binding protein SdrG [sdrG] [Staphylococcus.. 
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□ tr 



086489 



Sdr E protein [sdr E] [Staphylococcus aureus] 



34 0.23 



□ tr 



086488 



SdrD protein [sdrD] [Staphylococcus aureus] 



34 0.23 



□ 


tr 


070022 


Fibrinogen-binding protein precursor [Staphylococcus e... 
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tr 


Q8NXX7 


Ser-Asp rich fibrinogen-binding bone sialoprotein-bind. . . 
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tr 


Q8CMP4 


Ser-Asp rich fibrinogen-binding, bone sialoprotein-bind. . . 
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□ 


tr 


Q99W4 8 


Ser-Asp rich fibrinogen-binding, bone sialoprotein-bin . . . 


32 


1, 


.3 
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tr 


Q6GJA7 


Putative surface anchored protein [sdrC] [Staphylococc . . . 


32 


1. 


.3 


n 


tr 


Q6GBS6 


Putative surface anchored protein [SAS0519] [Staphyloc . . . 


11 


1. 


.3 


n 


tr 


Q7A781 


Ser-Asp rich fibrinogen-binding, bone sialoprotein-bin. . . 
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tr 


Q8KWM1 


Surface protein Sdrl [Staphylococcus saprophyticus] 
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tr 


Q9KI14 


Putative cell-surface adhesin SdrF [sdrF] [Staphylococ . . . 
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tr 


086487 


Sdrc protein [sdrc] [Staphylococcus aureus] 
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tr 


Q8NXJ1 


Fibrinogen-binding protein [clfA] [Staphylococcus aure . . . 
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Q99VJ4 


Fibrinogen-binding protein A, clumping factor [clfA] [... 
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tr 


Q932C5 


Fibrinogen-binding protein [fnb] [Staphylococcus aureu. . . 
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tr 


Q6GB4 5 


Clumping factor [SAS0752] [Staphylococcus aureus subsp . . . 


31 
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tr 


Q6GJA6 


Bone sialoprotein-binding protein [bbp] [Staphylococcu . . . 
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Q9KWX6 


Bone sialoprotein-binding protein [bbp] [Staphylococcu. . . 
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Hatches on query sequence 



Subnission 



Q8NXX6 
Q8NXX5 
Q8CQ72 
Q99H47 
Q99H46 
Q932F7 
Q6GBS5 
Q6GBS4 
Q7R786 
Q9KI13 
086489 
086188 
070022 
Q8NXX7 
Q8CHP4 
Q99M48 
Q6GJR7 
Q6GBS6 
Q7H781 
Q8KHH1 
Q9KI14 
086487 
Q8NXJ1 
Q99VJ4 
Q932C5 
Q6GB45 
Q6GJR6 
Q9KHX6 
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Alignments 



tr Q8MXX6 Ser-Asp rich f ibrinogen-binding bone sialoprotein-binding 
"prot 

[sdrD] J[Staphylococcus aureus (strain MW2) ] 



1347 
AA 

align 



Score = 34.1 bits (73), Expect = 0.23 
Identities = 9/9 (100%), Positives = 9/9 (100%) 



Query: 1 TYTFTDYVD 9 

TYTFTDYVD 
Sbjct: 33 9 TYTFTDYVD 347 



tr Q8NXX5 Ser-Asp rich f ibrinogen-binding bone sialoprotein-binding 1141 
:ein AA 
[sdrEjN [Staphylococcus aureus (strain MW2) ] align 

Score = 3Wl--trrtS (73), Expect = 0.23 
Identities = 9/9 (100%), Positives = 9/9 (100%) 

Query: 1 TYTFTDYVD 9 

TYTFTDYVD 
Sbjct: 365 TYTFTDYVD 373 
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( 

tr Q8CQ72 Ser-Asp rich^f ibrinogen-binding, bone sialoprotein-binding \ 1056 

pxo^Ln y AA 
[SE0331]) [StaphylococcuF^epiliel^ 12228] align 

Score =34.1 bits (73), Expect = 0.23 
Identities = 9/9 (100%), Positives = 9/9 (100%) 

Query: 1 TYTFTDYVD 9 

TYTFTDYVD 
Sbjct: 372 TYTFTDYVD 380 



tr Q99W47 Ser-Asp rich f ibrinogen-binding, bone sialoprotein-binding 13 85 

protein AA 

[sdrD] [Staphylococcus aureus (strain Mu50 / ATCC align 
700699) ] 

Score =34.1 bits (73), Expect = 0.23 
Identities = 9/9 (100%), Positives = 9/9 (100%) 

Query: 1 TYTFTDYVD 9 

TYTFTDYVD 
Sbjct: 339 TYTFTDYVD 347 



tr Q99W46 Ser-Asp rich f ibrinogen-binding, bone sialoprotein-binding 1141 
protein AA 
[sdrE] [Staphylococcus aureus (strain N315)] align 

Score =34.1 bits (73), Expect = 0.23 
Identities = 9/9 (100%) , Positives = 9/9 (100%) 

Query: 1 TYTFTDYVD 9 

TYTFTDYVD 
Sbjct: 3 65 TYTFTDYVD 373 



tr Q932F7 Ser-Asp rich f ibrinogen-binding, bone sialoprotein-binding 1141 
protein AA 
[sdrE] [Staphylococcus aureus (strain Mu50 / ATCC align 
700699) ] 

Score =34.1 bits (73), Expect = 0.23 
Identities = 9/9 (100%) , Positives = 9/9 (100%) 

Query: 1 TYTFTDYVD 9 

TYTFTDYVD 
Sbjct: 365 TYTFTDYVD 373 



tr Q6GBS5 Putative surface anchored protein [SAS0520] [Staphylococcus 1365 
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aureus 

subsp. aureus MSSA47 6] 

Score =34.1 bits (73), Expect = 0.23 
Identities = 9/9 (100%), Positives = 9/9 (100%) 

Query: 1 TYTFTDYVD 9 

TYTFTDYVD 
Sbjct: 339 TYTFTDYVD 347 



AA 

align 



tr Q6GBS4 Bone sialoprotein-binding protein [SAS0521] [Staphylococcus 1141 
aureus AA 
subsp- aureus MSSA476] align 

Score = 34.1 bits (73), Expect = 0.23 
Identities = 9/9 (100%) , Positives = 9/9 (100%) 

Query: 1 TYTFTDYVD 9 

TYTFTDYVD 
Sbjct: 3 65 TYTFTDYVD 3 73 



tr Q7A78Q Ser-Asp rich f ibrinogen -binding, bone sialoprotein-binding 13 85 

protein AA 
[sdrD] [Staphylococcus aureus (strain N315)] align 

Score = 34.1 bits (73), Expect = 0.23 
Identities = 9/9 (100%) , Positives = 9/9 (100%) 

Query: 1 TYTFTDYVD 9 

TYTFTDYVD 
Sbjct: 339 TYTFTDYVD 347 



tr Q9K I 13 Fibrinogen-binding protein SdrG [sdrG] ^Staphylococcus 931 
epidermidis] V ^ ~— ^ AA 



Score = 34.1 bits (73), Expect = 0.23 
Identities = 9/9 (100%) , Positives = 9/9 (100%) 

Query: 1 TYTFTDYVD 9 

TYTFTDYVD 
Sbjct: 3 70 TYTFTDYVD 3 78 



tr 086489 Sdr E protein [sdr E] [Staphylococcus aureus] 1166 AA 

align 

Score = 34.1 bits (73), Expect = 0.23 



align 
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Identities = 9/9 (100%), Positives = 9/9 (100%) 

Query: 1 TYTFTDYVD 9 

TYTFTDYVD 
Sbjct: 37 0 TYTFTDYVD 378 



tr 086488 SdrD protein [sdrD] [Staphylococcus aureus] 1315 AA 

align 

Score = 34.1 bits (73), Expect = 0.23 
Identities = 9/9 (100%), Positives = 9/9 (100%) 

Query: 1 TYTFTDYVD 9 

TYTFTDYVD 
Sbjct: 33 9 TYTFTDYVD 34 7 




tr O100Z2 Fibrinogen -binding pro tein precursor) [Staphylococcus 1092 
^epiliermixiis]^ AA 

align 

Score = 34.1 bits (73), Expect = 0.23 
Identities = 9/9 (100%), Positives = 9/9 (100%) 

Query: 1 TYTFTDYVD 9 

TYTFTDYVD 
Sbjct: 3 72 TYTFTDYVD 380 



tr Q8NXX7 Ser-Asp rich f ibrinogen -binding bone sialoprotein-binding 955 
pr.otein AA 
/[sdrC]} [Staphylococcus aureus (strain MW2) ] align 

Score = 31.6 bits (67), Expect = 1.3 
Identities = 8/9 (88%) , Positives = 9/9 (99%) 

Query: 1 TYTFTDYVD 9 

TYTFT+YVD 
Sbjct: 2 81 TYTFTNYVD 2 89 



tr Q8CMP4 Ser-Asp rich f ibrinogen-binding # bone sialoprotein-binding 163 3 

^prbtfein^ AA 
Q [SE23 95J [Staphylococcus epidermidis] alig n 

Score = 31.6 bits (67), Expect = 1.3 
Identities = 8/9 (88%), Positives = 9/9 (99%) 

Query: 1 TYTFTDYVD 9 
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TYTFT+YVD 
Sbjct: 4 60 TYTFTNYVD 468 



tr Q99W4 8 Ser-Asp rich fibrinogen -binding, bone sialoprotein-binding 
protein 

[sdrC] [Staphylococcus aureus (strain Mu50 / ATCC 



953 
AA 

align 



700699)] 



Score = 31.6 bits (67), Expect = 1.3 
Identities = 8/9 (88%), Positives = 9/9 (99%) 

Query: 1 TYTFTDYVD 9 

TYTFT+YVD 
Sbjct: 2 81 TYTFTNYVD 2 89 



tr Q6GJA7 Putative surface anchored protein [sdrC] [Staphylococcus 906 



Score = 31.6 bits (67), Expect = 1.3 
Identities = 8/9 (88%), Positives = 9/9 (99%) 

Query: 1 TYTFTDYVD 9 

TYTFT+YVD 
Sbjct: 272 TYTFTNYVD 2 80 



tr Q6GBS6 Putative surface anchored protein [SAS0519] [Staphylococcus 957 



Score = 31.6 bits (67), Expect = 1.3 
Identities = 8/9 (88%), Positives = 9/9 (99%) 

Query: 1 TYTFTDYVD 9 

TYTFT+YVD 
Sbjct: 281 TYTFTNYVD 28 9 



tr Q7A781 Ser-Asp rich f ibrinogen-binding, bone sialoprotein-binding 953 
protein AA ) 
[sdrC] [Staphylococcus aureus (strain N315) ] align 

Score =31.6 bits (67), Expect =1.3 
Identities = 8/9 (88%), Positives = 9/9 (99%) 

Query: 1 TYTFTDYVD 9 

TYTFT+YVD 
Sbjct: 281 TYTFTNYVD 289 
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subsp. aureus MRSA252] 



AA 

align 



aureus 

subsp. aureus MSSA47 6] 



AA 

alig n 
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tr Q8KWM1 Surface prote 




taphylococcus saprophyticus] 18 93 AA 

align 



Score = 31.6 bits (67), Expect = 1.3 
Identities = 8/9 (88%), Positives = 9/9 (99%) 

Query: 1 TYTFTDYVD 9 

TYTFT+YVD 
Sbjct: 537 TYTFTNYVD 545 



tr Q9KI14 Putative cell -surface adhesin Sd; 
epidermidis] 



Score = 31.6 bits (67), Expect = 1.3 
Identities = 8/9 (88%), Positives = 9/9 (99%) 

Query: 1 TYTFTDYVD 9 

TYTFT+YVD 
Sbjct: 460 TYTFTNYVD 468 




'Staphylococcus 173 3 AA 

alig n 



tr 086487 Sdrc protein [sdrc] [Staphylococcus aureus] 94 7 AA 

align 

Score = 31.6 bits (67), Expect = 1.3 
Identities = 8/9 (88%), Positives = 9/9 (99%) 

Query: 1 TYTFTDYVD 9 

TYTFT+YVD 
Sbjct: 2 81 TYTFTNYVD 2 89 
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tr Q99VJ4 Fibrinogen -binding protein A, clumping facto&r [clfA]\989 AA 
[Staphylococcus aureus (strain N315)] V 

align 

Score = 31.2 bits (66), Expect = 1.8 
Identities = 8/8 (100%) , Positives = 8/8 (100%) 

Query: 2 YTFTDYVD 9 

YTFTDYVD 
Sbjct: 317 YTFTDYVD 324 



tr Q932C5 Fibrinogen-binding protedfn [fnb]J [Staphylococcus aureus 935 
(sjtrain \^„, — ^ AA 

/Mu5^/ ATCC 700699)] align 

Score = 3??2"T5its (66), Expect = 1.8 
Identities = 8/8 (100%), Positives = 8/8 (100%) 

Query: 2 YTFTDYVD 9 

YTFTDYVD 
Sbjct: 317 YTFTDYVD 324 



tr Q6GB4 5 Clumping f ac tor J ffAS07 52] [Staphylococcus aureus subsp. aureus 928 AA 

align 

Score = 31.2 bits (66), Expect = 1.8 
Identities^=^8?^(-1Q0%) , Positives = 8/8 (100%) 

Query: 2/ YTFTDYVD 9 

YTFTDYVD 
Sbjct: Sl6 YTFTDYVD 323 



tr Q6GJA6 Bone sialoprotein-binding protein [bbp] ^[Staphylococcus 1137 
aureus f ^ 

subsp. aureus MRSA2 52] \^ align 

Score =29.9 bits (63), Expect =4.4 
Identities = 8/9 (88%), Positives = 8/9 (88%) 

Query: 1 TYTFTDYVD 9 

TY FTDYVD 
Sbjct: 3 65 TYKFTDYVD 3 73 



tr Q9KWX6 Bone sialoprotein-binding protein [bbp] [Staphylococcus 1171 
aureus] AA 

align 
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Score = 29.9 bits (63), Expect = 4.4 
Identities = 8/9 (88%) , Positives - 8/9 (88%) 

Query: 1 TYTFTDYVD 9 

TY FTDYVD 
Sbjct: 3 65 TYKFTDYVD 37 3 



Database : EXPASY/UniProt 

Posted date: Jul 29, 2004 5 : 14 AM 
Number of letters in database: 486,583,783 
Number of sequences in database: 1,529,856 

Lambda K H 

0.333 0.284 1.87 

Gapped 

Lambda K H 

0.294 0.110 0.610 



Matrix: PAM3 0 

Gap Penalties: Existence: 9, Extension: 1 

Number of HSP's successfully gapped in prelim test: 0 

length of query: 9 

length of database: 486,583,783 

effective HSP length: 0 

effective length of query: 9 

effective length of database: 486,583,783 

effective search space: 4379254047 

effective search space used: 4379254047 

T: 16 

A: 40 

XI: 15 ( 7.2 bits) 
X2: 35 (14.8 bits) 
X3: 58 (24.6 bits) 
SI: 41 (21.5 bits) 
S2 : 61 (29.1 bits) 
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L6 : Entry 7 of 83 



File: PGPB 



Feb 26, 2004 



PGPUB -DOCUMENT -NUMBER: 20040038327 
PGPUB- FILING -TYPE: new 

DOCUMENT- IDENTIFIER: US 20040038327 Al 

TITLE: Antibodies to polypeptides from coagulase -negative staphylococci 
PUBLICATION -DATE : February 26, 2 0 04 



INVENTOR - INFORMATION : 
NAME 

Foster, Timothy J. 
McCrea, Kirk 
Hook, Magnus A.O. 
Davis, Stacey 
Ni Eidhin, Deirdre 
Hartford, Orla 



CITY 


STATE 


COUNTRY 


Dublin 


TX 


IE 


Houston 


TX 


US 


Houston 


TX 


US 


Houston 




US 


Dublin 




IE 


Meath 




IE 



RULE-47 



US -CL- CURRENT: 435 / 7/32 ; 530 / 388 ,4 
CLAIMS : 

What is claimed is: 

1. An isolated antibody that binds to the SdrG f ibrinogen-binding protein from 
coagulase -negative Staphylococcus epidermidis . 

2. The isolated antibody according to claim 1 wherein the protein is cell-wall 
associated, and binds both soluble and immobilized fibrinogen. 

3 . The isolated antibody according to claim 1 wherein the antibody recognizes a 
protein that is cell wall-associated, exhibits cation-dependent ligand-binding and 
has a highly conserved motif of which the consensus sequence is TYTFTDYVD (SEQ ID 
NO: 16) . 

4. The isolated antibody according to claim 1 which is raised against the SdrG 
f ibrinogen-binding protein from coagulase-negative Staphylococcus epidermidis . 

5. The isolated antibody according to claim 1 which is raised against the A region 
of the SdrG f ibrinogen-binding protein from coagulase-negative Staphylococcus 
epidermidis . 

6. The isolated antibody according to claim 1 wherein the SdrG f ibrinogen-binding 
protein comprises SEQ ID NO: 10. 

7. The isolated antibody according to claim 1 wherein the SdrG f ibrinogen-binding 
protein is encoded by the nucleic acid comprising SEQ ID NO : 7 . 
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8. An isolated antibody that is reactive with the ligand binding A region of the 
SdrG f ibrinogen-binding protein from coagulase -negative Staphylococcus epidermidis . 

9. A diagnostic kit comprising the antibody according to claim 1 and a means for 
identifying binding by said antibody . 

10. Isolated antisera containing the antibod y according to claim 1. 

11. A diagnostic kit comprising antibodies reactive with an SdrG protein from 
coagulase -negative Staphylococcus epidermidis which is cell -wall associated and 
which binds both soluble and immobilized fibrinogen. 

12 . A diagnostic kit comprising an antibody reactive with a protein that is cell 
wall-associated, exhibits cation-dependent ligand-binding and has a highly 
conserved motif of which the consensus sequence is TYTFTDYVD (SEQ ID NO: 16), 
wherein the protein is isolated from coagulase -negative Staphylococcus epidermidis . 

13. An isolated antibody reactive with a protein that is cell wall -associated, 
exhibits cation-dependent ligand-binding and has a highly conserved motif of which 
the consensus sequence is TYTFTDYVD (SEQ ID NO: 16), wherein the protein is 
isolated from coagulase-negative Staphylococcus epidermidis . 

14. An isolated antibody according to claim 13 wherein the protein comprises the 
SdrG f ibrinogen-binding protein isolated from coagulase-negative Staphylococcus 
e pidermidis . 

15 . An isolated antibody according to claim 13 wherein the protein comprises the 
ligand binding A region of the SdrG f ibrinogen-binding protein isolated from 
coagulase-negative Staphylococcus epidermidis . 
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First Hit 



L6: Entry 7 of 83 File: PGPB Feb 26, 2004 

PGPUB - DOCUMENT -NUMBER : 20040038327 
PGPUB- FILING -TYPE: new 

DOCUMENT- IDENTIFIER: US 20040038327 Al 

TITLE: Antibodies to polypeptides from coagulase-negative staphylococci 
PUBLICATION-DATE: February 26, 2004 



INVENTOR- INFORMATION : 



NAME 


CITY 


STATE 


COUNTRY 


Foster, Timothy J. 


Dublin 


TX 


IE 


McCrea, Kirk 


Houston 


TX 


US 


Hook, Magnus A.O. 


Houston 


TX 


US 


Davis, Stacey 


Houston 




US 


Ni Eidhin, Deirdre 


Dublin 




IE 


Hartford, Orla 


Meath 




IE 



APPL-NO: 10/ 615383 [PALM] 
DATE FILED: July 9, 2003 

RELATED -US -APPL-DATA : 

Application 10/615383 is a division-of US application 09/386962, filed August 31, 
1999, US Patent No. 6635473 

INT-CL: [07] G01 N 33/554 , G01 N 33^/569, C07 K 16/12 



US -CL- PUBLISHED: 435/7 .32; 530/388.4 
US -CL- CURRENT: 435 / 7.32 ; 530 / 388.4 



REPRESENTATIVE - FIGURES : NONE 



ABSTRACT : 

Antibodies reactive with isolated proteins, designated SdrF, SdrG and SdrH, and 
their corresponding amino acid and nucleic acid sequences, are provided which are 
useful in the prevention and treatment of infection caused by coagulase-negative 
staphylococcal bacteria such as S. epidermidis . The SdrF, SdrG and SdrH proteins are 
are cell -wall associated proteins that specifically bind host proteins and which 
each have a highly conserved motif of which the consensus sequence is TYTFTDYVD 
(SEQ ID NO: 16) . The antibodies are also useful for the diagnosis and treatment of 
coagulase-negative staphylococcal infections and may be administered to wounds or 
used to coat biomaterials to act as blocking agents to prevent or inhibit the 
binding of coagulase-negative staphylococci to wounds or biomaterials. 

CROSS-REFERENCE TO RELATED APPLICATIONS 

[0001] The present application is a divisional application of U.S. Appln. Ser. No. 
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09/386,962, filed Aug. 31, 1999, and claims the benefit of U.S. Provisional 
Applications Serial No. 60/117,119, filed Jan. 25, 1999, and Serial No. 60/098,443, 
filed Aug. 31, 1998. 



http://westbre:9000to^ 8/4/04 



Freeform Search 



Page 1 of 1 



Freeform Search 



I US Pre-Grant Publication Full-Text Database 



Database: 
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IBM Technical Disclosure Bulletins 




Term: 



L2 nearlO (antibodies or antisera or 
monoclonal or polyclonal or antiserum or mono- 
clonal or ig or immune or immunoglobulin) 



4 flQtf' 





Display: |50 ~J Documents in Display Format : |KWIC j Starting with Number [l - 
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«-» I! "ear |j ,n,e,rup, 
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Set 

Name Query 
side by 
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or mono-clonal or ig or immune or immunoglobulin) 



Hit Set 
Count Name 
result set 
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WEST Search History 



Hide Items 



I Restore Clear Cancel 




DATE: Wednesday, August 04, 2004 

Hide? XT — Query 
Name J ~ 

DB=USPT; PLUR=YES; OP=AND 

LI clump$ ncar3 Factor$ 

r * 

□ 
r 

□ 
□ 




DB=PGPB,USPT,USOC,EPAB,JPAB,DWPI,TDBD; PLUR=YES; OP=AND 

•L-2 elump$-near3-fac.tQr$,.__ '"" 

L3 
L4 
L5 



L6 



elf or clfa or clf-a 

(L3 or 12 or 11) and (staph or staphyloc$ or aureus! or epiderrnidis) 
L4 and (man or woman or homosap$ or human$) 

L5 and (antibod$ or antiser$ or anti-ser$ or ivig or iv-ig or iggiv or igg-iv or 
immunoglobS or globulin) 

DB=PGPB; PLUR=YES; OP=AND 

L7 US^2003B099656-7Trdra^ 

DB=TtfPB,USPT,USOC,EPAB,JPAB,DWPI,TDBL- PLUR=YES; OP= ii 'D 

^8^^,(11 or 16) and (patti or foster or hook).in. 
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Search Results - Record(s) 1 through 22 of 22 returned. 



" □ 1. 20040142348 . 21 Oct 03. 22 Jul 04. Proteins and polypeptides from coagulaslase-negative 
staphylococci . Foster. Timothy J., et al. 435/6; 435/252.3 435/320.1 435/69.1 530/350 536/23.7 
C12Q001/68 C07H021/04 C07K014/31. 

IJ 2. 20040141997 . 21 Oct 03. 22 Jul 04. Methods for treating or preventing infections from 
coagulase-negative staphylococci . Foster. Timothy J., et al. 424/190.1; 514/44 A61K048/00 
A61K039/02. 

□ 3. 20040101919 . 15 Sep 03. 27 May 04. Bioinformatic method for identifying surface-anchored 
proteins from gram-positive bacteria and proteins obtained thereby. H ook, Magnus, et al. 435/7.32; 
G01N033/554 G01N033/569. 

□ 4. 20040038327 . 09 Jul 03. 26 Feb 04. Antibodies to polypeptides from coagulase-negative 
staphylococci . Foster, Timothy J., et al. 435/7.32; 530/388.4 G01N033/554 G01N033/569 C07K016/12. 

|J 5. 20040 006209. 05 Mar 03. 08 Jan 04. Monoclonal and polyclonal antibodies recognizing 
coagulase-negative sta phylococcal proteins. Patti, Joseph M., et al. 530/350; C07K001/00 C07K014/00 
C07K017/00. 

□ 6. 20030099656 . 28 Jan 02. 29 May 03. Monoclonal antibodies to the Clf A protein and method of 
use in treating or preventing infections. Patti. Joseph M., et al. 424/165. 1 ; 530/388.3 A61K039/40 
C07K016/12. 

D 7. 20030044418 . 1 3 May 02. 06 Mar 03. Method and compositions for inhibiting thrombin- 
induced coagulation. Davis, Stacey, et al. 424/184.1; A61K039/00 A61K039/38. 

□ 8. 20020169288 . 15 Mar 02. 14 Nov 02. Collagen-binding adhesin from staphylococcus 
epidermidis and method of use. Hook. Magnus, et al. 530/350; C07K001/00 C07K014/00 C07K017/00. 

□ 9. 20020159997 . 07 Mar 02. 31 Oct 02. Staphylococcal immunotherapeutics via donor selection 
and donor stimulation. Patti. Joseph M., et al. 424/142.1; 530/388.15 A61K039/395 C07K016/40. 

□ 10. 20020102262 . 22 Mar 01.01 Aug 02. Collagen binding protein compositions and methods of 
use. Hook. Magnus, et al. 424/150.1; 530/388.4 A61K039/40 C07K016/12. 

□ 11. 6703025 . 3 1 Aug 99; 09 Mar 04. Multicomponent vaccines. Patti; Joseph M., et al. 424/243. 1 ; 
424/184.1 424/190.1 424/193.1 424/203.1 424/234.1 424/244.1 530/350. A61K039/085. 

□ 12. 6692739 . 31 Aug 99; 17 Feb 04. Staphylococcal immunotherapeutics via donor selection and 
donor stimulation. Patti ; Joseph M., et al. 424/130.1; 424/137.1 424/150.1 424/185.1 530/387.1 
530/387.5 530/388.2 530/388.4. A61K039/395. 

□ 13. 6685943 . 21 Jan 98; 03 Feb 04. Fibronectin binding protein compositions and methods of use. 
Hook ; Magnus, et al. 424/185.1; 424/184.1 424/190.1 514/12 514/13 514/14 514/15. A61K039/00. 

□ 14. 6680195 . 25 Nov 98; 20 Jan 04. Extracellular matrix-binding proteins from sta phylococcus 
http://westbrs:9000toin/gate.exe?f^TOCll&^ 8/4/04 
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aureus . Patti; Joseph M, et al. 435/320.1; 536/23.7. C07H021/04 C12N015/00. 
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f D 15. 6635473 . 31 Aug 99; 21 Oct 03. Polypeptides and polynucleotides from coagulase-negative 
staph ylococci . Foster ; Timothy J., et al. 435/320.1; 435/252.3 435/325 536/23.1 536/23.2 536/23.4 
.536/24.3 536/24.32. C07H021/04 C12N015/11 C12N015/63 C12N001/20. 



□ 16. 6288214 . 14 May 97; 1 1 Sep 01 . Collagen binding protein compositions and methods of use. 
Hook : Magnus, et al. 530/387.1; 424/130.1 424/139.1 424/141.1 424/150.1 424/164.1 424/165.1 
530/350 530/388.1 530/388.4 530/389.1. C07K016/00 C12P021/08 A61K039/395 A61K039/40. 



□ 17. 6177084 . 19 Oct 99; 23 Jan 01. S. aureusfibrinogen binding protein. Foster : Timothy James, et 
al. 424/243.1; 424/184.1 424/185.1 424/190.1 424/200.1 435/243 435/252.3 435/320.1 435/69.1 
435/69.3 435/71.1 530/350. A61K039/085. 



□ 18. 6008341 . 22 Aug 94; 28 Dec 99. S. aureus fibrinogen binding protein gene. Foster ; Timothy 
James, et al. 536/23.7; 435/243 435/252.3 435/320.1 435/69.1 435/69.3 536/23.1. C07H021/04. 



LJ 19. 5648240 . 24 May 94; 1 5 Jul 97. MHC II analog from Sta phylococcus aureus . Hook : Magnus, 
et al. 435/69.3; 424/185.1 424/243.1 435/252.3 435/320.1 530/300 530/350 530/825 536/23.7. 
C12N015/31 C07K014/31 A61K039/085. 



□ 20. WO 200272600A . New anti - clumping factor A ( ClfA ) monoclonal antibody, useful for 
treating or preventing Staphylococcus aureus infection e.g. wound infections, impetigo, furuncles, 
pneumonia, septic arthritis or sepsis in a human or animal. DOMANSKI, P, et al. A61K038/00 
A61K039/395 A61K039/40 C07K000/00 C07K016/00 C07K016/12. 



□ 21 . WO 200064925A . Use of proteins, Clf40 and Clf41, to inhibit the adhesion of leukocytes to 
fibrinogen. FOSTER. T J, et al. C07K001/00 C07K014/00 C07K017/00. 



□ 22. WO 20001 2 132A . Immunizing patients to treat staphylococcal infections comprises 
administering immunoglobulins having higher antibody titer to staphylococcal adhesin protein. 
FOSTER. T J, et al. A61K000/00 A61K038/00 A61K039/395 A61P031/04 C07K016/00 C07K016/40 
G01N033/569. 
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; □ 14. 20030211995 . 20 Dec 02. 13 Nov 03. Methods and formulations for eradicating or alleviating 
sta phylococcal nasal colonization using lysostaphin. Kokai-Kun, John Fitzgerald, et al. 514/12; 
.A61K038/17. 



□ 15. 20030187245 . 07 Apr 03. 02 Oct 03. Nucleic acid constructs containing hybrid promoters for 
use in gene therapy. Seifart, Klaus-Heinrich, et al. 536/23.2; 435/455 A61K048/00 C07H021/04 
C12N0 15/85. 



□ 16. 20030171563 . 13 May 02. 1 1 Sep 03. Regulators of bacterial virulence factor expression. 
McNamara, Peter J.. 536/23.1; C07H021/02 C07H021/04. 



□ 17. 20030153020 . 14 Aug 02. 14 Aug 03. Identification of sortase gene. Schneewind, Olaf, et al. 
435/7.32; 435/193 435/252.3 435/320.1 435/6 435/69.3 530/388.26 536/23.2 C12Q001/68 
G01N033/554 G01N033/569 C07H021/04 C12N009/10 C12N015/74 C12P021/02 C12N001/21. 



□ 18. 20030105020 . 18 Nov 02. 05 Jun 03. Use of a composition. Flock, Jan-Ingmar, et al. 514/12; 
A61K038/17. 



D 19. 20030104635 . 02 Jul 02. 05 Jun 03 . Screening methods. Jakobsen, Bent Karsten. 436/5 1 8; 
435/7.9 G01N033/53 G01N033/542 G01N033/543. 



□ 20. 20030099656 . 28 Jan 02. 29 May 03. Monoclonal antibodies to the ClfA protein and method of 
use in treating or preventing infections. Patti, Joseph M., et al. 424/165.1; 530/388.3 A61K039/40 
C07K016/12. 



□ 21. 20030096432 . 21 Mar 02. 22 May 03. Screening methods. Jakobsen, Bent Karsten. 436/518; 
G01N033/543. 



T 22. 20030096320 . 01 Oct 02. 22 May 03. Oil bodies and associated proteins as affinity matrices. 
Moloney, Maurice, et al. 435/7.5; 530/370 530/400 G01N033/53 C07K014/415. 



□ 23. 2 0030087864 . 09 Jul 02. 08 May 03. DNA vaccine against staphylococcus aureus . Talbot, 
Brian, et al. 514/44; A61K048/00. 



□ 24. 20030059910 . 01 Oct 02. 27 Mar 03. Oil bodies and associated proteins as affinity matrices. 
Moloney, Maurice, et al. 435/183; 424/192.1 424/193.1 530/413 C12N009/00 A61K039/385 
A61K039/00 C07K017/00 C07K016/00 C07K014/00 A23J001/00 C07K001/00. 



□ 25. 20030054436 . 03 Jan 97. 20 Mar 03. STAPHYLOCOCCUS AUREUS POLYNUCLEOTIDES 
AND SEQUENCES. KUNSCH, CHARLES A., et al. 435/69.1; 435/252.3 435/320.1 536/23.1 536/23.7 
C12P021/02 C12N005/06 C07H021/04 C12N001/21. 



□ 26. 20030054409 . 25 Jul 02. 20 Mar 03. Novel complex-forming proteins. Jerome, Valerie, et al. 
435/7.1; 435/183 435/320.1 435/325 435/69.5 435/69.7 530/350 530/351 G01N033/53 C12P021/02 
C12N009/00 C07K014/715 C07K014/52. 



O 27. 20030044783 . 09 Mar 01. 06 Mar 03. Human genes and gene expression products. Williams, 
Lewis T., et al. 435/6; 435/183 435/320.1 435/325 435/69.1 530/350 530/388.1 536/23.2 C12Q001/68 
C07H021/04 C12N009/00 C12P021/02 C12N005/06 C07K014/435 C07K016/40. 
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□ 28. 20030044418 . 13 May 02. 06 Mar 03. Method and compositions for inhibiting thrombin- 
induced coagulation. Davis, Stacey, et al. 424/184.1; A61K039/00 A61K039/38. 



□ 29. 20 030 0 22178 . 21 Aug 01. 30 Jan 03. Identification of sortase gene. Schneewind, Olaf, et al. 
435/6; 435/110 435/193 435/252.3 435/32 435/34 435/7.32 C12Q001/68 G01N033/554 G01N033/569 
C12Q001/18 C12Q001/04 C12N009/10 C12N001/21. 



□ 30. 20030008398 . 14 Jun 02. 09 Jan 03. Self-enhancing, pharmacologically controllable 
expression systems. Mueller, Rolf, et al. 435/455; 435/320.1 536/23.2 C12N015/85 C07H021/04. 



□ 31. 20020173462 . 27 Aug 01. 21 Nov 02. Fibrinogen binding protein. Boden Wastfelt, Maria K., 
et al. 514/12; 435/235.1 435/252.33 435/320.1 435/69.1 530/350 536/23.7 A61K038/17 C07H021/04 
C12N007/00C12P021/02 C12N001/21 C12N015/74. 



□ 32. 20020169288. 15 Mar 02. 14 Nov 02. Collagen-binding adhesin from staphylococcus 
epidermidis and method of use. Hook, Magnus, et al. 530/350; C07K001/00 C07K014/00 C07K017/00. 



□ 33. 20020159997 . 07 Mar 02. 3 1 Oct 02. Staphylococcal immunotherapeutics via donor selection 
and donor stimulation. Patti, Joseph M., et al. 424/142.1; 530/388.15 A61K039/395 C07K016/40. 



□ 34. 20020151049 . 04 Apr 02. 17 Oct 02. Self-enhancing, pharmacologically controllable 
expression systems. Mueller, Rolf, et al. 435/320.1; 514/44 A61K048/00 C12N015/00. 



□ 35. 20020137699 . 14 Jul 99. 26 Sep 02. EXPRESSION SYSTEMS COMPRISING CHIMERIC 
PROMOTERS WITH BINDING SITES FOR RECOMBINANT TRANSCRIPTION FACTORS. 
MUELLER, ROLF, etal. 514/44; 435/320.1 435/455 536/23.1 536/23.2 800/21 A61K048/00 
C12N015/87 C07H021/04. 



□ 36. 20020129397 . 11 Dec 01. 12 Sep 02. Transgenic mice containing brain-specific membrane- 
anchored protein gene disruptions. Allen, Keith D.. 800/18; 435/320.1 435/354 A01K067/027 
C12N005/06 C12N015/00. 



I" 37. 2002 012011 6. 04 May 98. 29 Aug 02. ENTEROCOCCUS FAECALIS 
POLYNUCLEOTIDES AND POLYPEPTIDES. KUNSCH, CHARLES A., et al. 536/23.2; 435/252.3 
435/320.1 435/69.1 435/70.1 435/71.1 530/350 530/387.9 800/13 C07K016/00. 



□ 38. 20020102262 . 22 Mar 01. 01 Aug 02. Collagen binding protein compositions and methods of 
use. Hook, Magnus, et al. 424/150.1; 530/388.4 A61K039/40 C07K016/12. 



□ 39. 20020098166 . 21 Jul 98. 25 Jul 02. GENETICALLY MODIFIED CELLS AND THEIR USE 
IN THE PROPHYLAXIS OR THERAPY OF DISORDERS. HAVEMANN, KLAUS, et al. 424/93.1; 
435/325 A61K048/00 C12N005/06. 



□ 40. 20020081665 . 31 Jan 01. 27 Jun 02. Bryostatins, bryopyrans and polyketides: compositions 
and methods. Haygood, Margo, et al. 435/76; 435/252.3 435/6 514/27 514/28 536/23.2 536/7.1 
C12Q001/68 C07H017/08 C07H021/04 C12P019/62 C12N001/21. 



□ 41 . 20020032323 . 30 Oct 97. 14 Mar 02. STREPTOCOCCUS PNEUMONIAE 
POLYNUCLEOTIDES AND SEQUENCES. KUNSCH, CHARLES A., et al. 536/23.7; 435/252.3 
435/320.1 435/69.1 536/24.32 C12P021/02 C07H021/04 C12N001/21 C12N015/74. 
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□ 42. 20010046685 . 28 Jun 01 . 29 Nov 01 . Control for methods for determining platelet count and 
* platelet function. Moskowitz, Keith A., et al. 435/7.21 ; G01N033/567. 



□ 43. 6759518 . 09 Apr 99; 06 Jul 04. Single-chain multiple antigen-binding molecule, its preparation 
and use. Kontermann; Roland, et al. 530/387.3; 435/320.1 530/387.7 536/23.1. C07K016/00 
C12P021/08 A61K048/00 C12N015/63. 



□ 44. 6737248 . 03 Jan 97; 18 May 04. Staphylococcus aureus polynucleotides and sequences. 
Kunsch; Charles A, etal. 435/69.1; 435/252.3 435/320.1 536/23.1 536/23.7. C12P021/02. 



□ 45. 6733758 . 01 Apr 99; 1 1 May 04. Fibrinogen binding protein originating from coagulase- 
negative staphylococcus . Guss; Bengt, et al. 424/243.1; 424/184.1 424/190.1 424/192.1 424/234.1 
424/237.1 514/2 530/300 530/350 530/825. A61K030/085 A61K039/02 A61K039/00 C07K001/00 



□ 46. 6703025 . 3 1 Aug 99; 09 Mar 04. Multicomponent vaccines. Patti; Joseph M., et al. 424/243. 1 ; 
424/184.1 424/190.1 424/193.1 424/203.1 424/234.1 424/244.1 530/350. A61K039/085. 



I~J 47. 6692739 . 31 Aug 99; 17 Feb 04. Staphylococcal immunotherapeutics via donor selection and 
donor stimulation. Patti; Joseph M., et al. 424/130.1; 424/137.1 424/150.1 424/185.1 530/387.1 
530/387.5 530/388.2 530/388.4. A61K039/395. 



□ 48. 6685943 . 21 Jan 98; 03 Feb 04. Fibronectin binding protein compositions and methods of use. 
Hook; Magnus, et al. 424/185.1; 424/184.1 424/190.1 514/12 514/13 514/14 514/15. A61K039/00. 



f~i 49. 6680195 . 25 Nov 98; 20 Jan 04. Extracellular matrix-binding proteins from sta p h ylococcus 
aureus . Patti; Joseph M., et al. 435/320.1; 536/23.7. C07H021/04 C12N015/00. 



□ 50. 66608 42. 19 Sep 00; 09 Dec 03. Ligand/receptor specificity exchangers that redirect antibodies 
to receptors on a pathogen. Sallberg; Matti. 530/350; 435/7.1 530/324 530/325 530/326 530/331 
530/382 530/807. C07K001/00. 





, . ... . .. . . i; .. g 

Generate Collection 


\ Print 



Terms 


Documents 


L5 and (antibod$ or antiser$ or anti-ser$ or ivig or iv-ig or iggiv or 
igg-iv or immunoglob$ or globulin) 


83 



Prev Page Next Page Go to Doc# 



http://westbrs:9000^in/gate.exe?f=TOCll&queue=yes&state=lcdmlv.7.1&USERID=gportne^... 8/4/04 



Record List Display 



Page 1 of 4 



Generate Collection 










Print j 



Search Results - Record(s) 1 through 50 of 83 returned. 



• □ 1 . 20040142348 . 2 1 Oct 03 . 22 Jul 04. Proteins and polypeptides from coagulaslase-negati ve 
staphylococci . Foster, Timothy J., et al. 435/6; 435/252.3 435/320.1 435/69.1 530/350 536/23.7 
C12Q001/68 C07H021/04 C07K014/31. 



□ 2. 20040141997 . 21 Oct 03. 22 Jul 04. Methods for treating or preventing infections from 
coagulase-negative staphylococci . Foster, Timothy J., et al. 424/190.1; 514/44 A61K048/00 
A61K039/02. 



□ 3. 20040101919 . 15 Sep 03. 27 May 04. Bioinformatic method for identifying surface-anchored 
proteins from gram-positive bacteria and proteins obtained thereby. Hook, Magnus, et al. 435/7.32; 
G01N033/554 G01N033/569. 



□ 4. 20040091856 . 01 Dec 00. 13 May 04. DNA sequences from sta phylococcus aureus 
bacteriophage 44AHJD that encode anti-microbial polypeptides. Pelletier, Jerry, et al. 435/6; 435/5 
C12Q001/68 C12Q001/70. 



□ 5. 20040067544 . 27 Jun 03. 08 Apr 04. Use of adhesion molecules as bond stress-enhanced 
nanoscale binding switches. Vogel, Viola, et al. 435/7.32; C12Q001/68 G01N033/554 G01N033/569. 



□ 6. 20040043037 . 27 Dec 02. 04 Mar 04. Sta phylococcus aureus polynucleotides and sequences. 
Kunsch, Charles A., et al. 424/190.1; 435/252.3 435/320.1 435/69.3 530/350 536/23.7 A61K039/02 
C07H021/04 C12P021/02 C12N001/21 C07K014/31. 



|J 7. 20040038327 . 09 Jul 03. 26 Feb 04. Antibodies to polypeptides from coagulase-negative 
sta phylococci . Foster, Timothy J., et al. 435/7.32; 530/388.4 G01N033/554 G01N033/569 C07K016/12. 



□ 8. 20040033607 . 01 May 03. 19 Feb 04. Plant vernalization independence (VIP) genes, proteins, 
and methods of use. Van Nocker, Steven R., et al. 435/468; 435/320.1 435/419 435/69.1 530/350 
536/23.6 800/278 C12N015/82 C12N005/10 C07K014/00 C12N015/63 C12N015/29 C12N015/64 
A01H005/00 C07H021/04 C12N015/09 C12N015/00. 



□ 9. 20040029118 . 03 Jun 02. 12 Feb 04. Streptococcus pneumoniae polynucleotides and sequences. 
Kunsch, Charles A., et al. 435/6; 702/20 C12Q001/68 G06F019/00 G01N033/48 G01N033/50. 



□ 1 0. 20040019189 . 27 Jun 03. 29 Jan 04. Ligand/receptor specificity exchangers that redirect 
antibodies to receptors on a pathogen. Sallberg, Matti. 530/395; C07K014/31. 



□ 11. 20040006209 . 05 Mar 03 . 08 Jan 04. Monoclonal and polyclonal antibodies recognizing 
coagulase-negative staphylococcal proteins. Patti, Joseph M., et al. 530/350; C07K001/00 C07K014/00 
C07K0 17/00. 



□ 12. 20030225251 . 21 Feb 03. 04 Dec 03. Specificity exchangers that redirect antibodies to a 
pathogen. Sallberg, Matti, et al. 530/350; C07K014/705 C07K014/195. 



□ 13 . 20030224000 . 20 Dec 02. 04 Dec 03. Methods for blocking or alleviating staphylococcal nasal 
colonization by intranasal application of monoclonal antibodies . Kokai-Kun, John Fitzgerald, et al. 
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^ExPASy Home page 


Site Map Search ExPASv Contact us Proteomics tools Swiss-Prot 1 




GO 


Clear 




Search JSwiss-Prot/TrEMBL pl| for |mhc staphylococcus j 



Welcome to the SIB BLAST Network Service 

If results of this search are reported or published, please mention that 
the computation was performed at the SIB using the BLAST network service. 
The SIB BLAST network service uses a server developed at SIB and the NCBI 
BLAST 2 software . 

In case of problems, please read the online BLAST help . / 

If your question is not covered, please contact < helpdesk@expasy . org > . 

NCBI BLAST program reference [ PM ID : 9254694] : 

Altschul S.F., Madden T.L., Schaffer A. A. , Zhang J., Zhang Z., Miller W. , 
Lipman D.J. Gapped BLAST and PSI -BLAST: a new generation of protein 
database search programs. Nucleic Acids Res. 25:3389-3402(1997). 



Query length: 689 AA (of which 3% low-complexity regions filtered out) 
Date run: 2004-08-04 12:46:51 UTC+0100 on sib-gml . unil . ch 
Program: NCBI BLASTP 1 . 5 . 4 -Paracel [2003-06-05] 
Database: EXPASY/UniProt 

1,529,856 sequences; 486,583,783 total letters 



List of potentially matching sequences 



Send selected sequences to | Clustal W 
Selectu P t0 - 1 



Submit Query 



.; 1 
j 



□ Include query sequence 



Db AC Description 

[j tr Q6GFB8 f MHgJ claj5S^_Ij[_ analog [S AR2 03 0] [Staphylococcus aureus s 

P tr Q9Z4P5Q|aD^)protein precursor [mapN] [Staphylococcus aureus] 

C tr Q535 99 fac ^class II analog [St aphylococcus aureus] 

[j tr Q9S2Z4 Cell surface protein jnap ^ precursor jm ap-w] [Staphylo. 

D tr 007318 Outer surface binding 70kD protein (Fragment) [Staphyl . 

D tr Q9K4S8 Map-ND2C protein precursor [map-ND2C] [Staphylococcus . 

D tr Q8NVR4 Truncated cell surface protein map-w [truncated map-W] . 

|J tr Q9XAS5 Map-7 protein precursor [map-7] [Staphylococcus aureus] 

tr Q9Z4J2 Map protein (Fragment) [map] [Staphylococcus aureus] 

fj tr Q99QS1 Truncated map-w protein [SAV193 8] [Staphylococcus aure . 



Score E- 


value 


.. 1290 


0.0 


1287 


0.0 


1229 


0 . 0 


. . 979 


0.0 


. . 918 


0 . 0 


. . 910 


0.0 


881 


0.0 


835 


0.0 


824 


0.0 


. . 727 


o.Y) 
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n 


sp 


P21223 


OMP7_STAAU 70 kDa outer membrane protein precursor (Fr... 


208 


2e-52 


n 


tr 


Q99QS2 


Truncated map-w protein [SAV1937] [Staphylococcus aure . . . 


147 


6e-34 


□ 


tr 


Q8NVR5 


Truncated map-w protein [truncated map-W] [Staphylococ . . . 


140 


8e-32 


□ 


tr 


Q99VA9 


Hypothetical protein [SAV0981] [Staphylococcus aureus . . . 


115 


2e-24 


n 


tr 


Q7A6G0 


SA0841 protein [SA0841] [Staphylococcus aureus (strain. . . 


115 


2e-24 


□ 


tr 


Q6GIA6 


Putative exported protein [SAR0944] [Staphylococcus au... 


115 


3e-24 


□ 


tr 


Q8NXE3 


MW0863 protein [MW0863] [Staphylococcus aureus (strain... 


114 


8e-24 


□ 


tr 


Q6GAU5 


Putative exported protein [SAS0851] [Staphylococcus au. . . 


114 


8e-24 


n 


tr 


Q6GEM4 


Putative exported protein [SAR22 95] [Staphylococcus au. . . 


84 


8e-15 


D 


tr 


Q99S64 


Hypothetical protein [SAV22 05] [Staphylococcus aureus . . . 


83 


le-14 


□ 


tr 


Q6G7B0 


Putative exported protein [SAS2104] [Staphylococcus au... 


83 


le-14 


n 


tr 


Q7A4 8 3 


SA2006 protein [SA2006] [Staphylococcus aureus (strain. . . 


83 


le-14 


n 


tr 


Q7A090 


MW2130 protein [MW2130] [Staphylococcus aureus (strain. . . 


83 


le-14 


n 


tr 


Q8G961 


Hypothetical protein ORF9 [ORF9] [Staphylococcus aureus] 


83 


le-14 


r~ 


tr 


Q7RJV0 


CCAAT-box DNA binding protein subunit B, putative (Fra... 


54 


7e-06 


□ 


tr 


Q6LFF0 


Hypothetical protein [MAL6P1.307] [Plasmodium falcipar. . . 


54 


9e-06 


□ 


tr 


Q8RI19 


Hemolysin [FN1817] [Fusobacterium nucleatum (subsp. nu. . . 


53 


2e-05 


□ 


tr 


Q8RGZ3 


Hemolysin [FN0132] [Fusobacterium nucleatum (subsp. nu. . . 


53 


2e-05 


□ 


tr 


Q8I581 


Hypothetical protein [PFL1645w] [Plasmodium falciparum. . . 


53 


2e-05 


n 


tr 


Q7RAS6 


Hypothetical protein (Fragment) [PY06423] [Plasmodium . . . 


50 


le-04 


n 


tr 


Q8RGK2 


Hemolysin [FN0291] [Fusobacterium nucleatum (subsp. nu . . . 


50 


2e-04 


□ 


tr 


Q8IIG1 


Hypothetical protein [PF11_0213] [Plasmodium falciparu. . . 


49 


4e-04 


□ 


tr 


Q7RRC0 


Hypothetical protein [PY00811] [Plasmodium yoelii yoelii] 


49 


4e-04 


□ 


tr 


Q8KRR1 


Hemolysin [Fusobacterium nucleatum] 


4 8 


5e-04 


n 


tr 


Q7P6S5 


Hemolysin [FNV1407] [Fusobacterium nucleatum subsp. vi . . . 


48 


7e-04 


n 


tr 


Q7P5V6 


Hemolysin [FNVT203] [Fusobacterium nucleatum subsp. vi . . . 


48 


7e-04 


n 


tr 


Q8IJQ6 


Initiation factor 2 subunit family, putative [PF10__013 . . . 


47 


0. 001 


n 


tr 


Q8IJM3 


Hypothetical protein [PF10_0171] [Plasmodium falciparu. . . 


47 


0.001 


□ 


tr 


Q7RS53 


Hypothetical protein [PY00512] [Plasmodium yoelii yoelii] 


47 


0.001 


□ 


tr 


Q7RK24 


Hypothetical protein [PY03080] [Plasmodium yoelii yoelii] 


4 7 


0.001 


□ 


tr 


Q99WH4 


Exotoxin 13 [setl3] [Staphylococcus aureus (strain Mu5 . . . 


47 


0.002 


□ 


tr 


Q7A7H2 


Exotoxin 13 [setl3] [Staphylococcus aureus (strain N315)] 


47 


0 . 002 


n 


tr 


Q8ILS9 


Hypothetical protein [PF14__0165] [Plasmodium falciparu. . . 


47 


0 . 002 


n 


tr 


Q7RR4 5 


Hypothetical protein [PY00892] [Plasmodium yoelii yoelii] 


47 


0 . 002 


□ 


tr 


Q97TE6 


Hypothetical protein CAP0158 [CAP0158] [Clostridium ac . . . 


46 


0 . 003 


n 


tr 


Q9RN3 3 


Exotoxin 1 [setl] [Staphylococcus aureus] 


46 


0.003 


□ 


tr 


Q9RN32 


Exotoxin 1 [setl] [Staphylococcus aureus] 


45 


0. 003 


□ 


tr 


Q8IL30 


Hypothetical protein [PF14_0419] [Plasmodium falciparu. . . 


45 


0.003 


n 


tr 


Q7RNU0 


Hypothetical protein [PY01725] [Plasmodium yoelii yoelii] 


45 


0.003 


□ 


tr 


Q8IL12 


Hypothetical protein [PF14__0438] [Plasmodium falciparu. . . 


45 


0 . 004 


□ 


tr 


Q8NY4 6 


Set24 protein [set24] [Staphylococcus aureus (strain M. . . 


45 


0 . 006 


□ 


tr 


Q6GC56 


Exotoxin 5 [SAS03 92] [Staphylococcus aureus subsp. aur. . . 


45 


0 . 006 


□ 


tr 


Q8IJA2 


Hypothetical protein [PF10_0296] [Plasmodium falciparu. . . 


45 


0 . 006 


□ 


tr 


Q7RR3 6 


Methlytransf erase, UbiE/C0Q5 family [PY00901] [Plasmod. . . 


45 


0.006 


□ 


tr 


Q8I3J8 


Hypothetical protein [PFE1330c] [Plasmodium falciparum. . . 


44 


0 . 007 
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n 


tr 


Q8I2A4 Hypothetical protein PFA0180w [PFA0180w] [Plasmodium f... 


44 


0 


.007 


n 


tr 


Q7RM00 Similar to sentrin/SUMO-specif ic protease [PY02388] [P. . . 


44 


0 


. 007 


□ 


tr 


Q8JKP9 Stress -induced protein STI1 [orf62] [Heliothis zea vir. . . 


44 


0 


.010 


□ 


tr 


Q8NY48 Set22 protein [set22] [Staphylococcus aureus (strain M . . . 


44 


0 


. 010 


□ 


tr 


Q9ZHL0 Larqe supernatant protein 2 [lspA2] [Haemophilus ducreyi] 


44 


0 


. 010 


□ 


tr 


Q6GC58 Exotoxin 1 [SAS0390] [Staphylococcus aureus subsp . aur. . . 


44 


0 


. 010 


□ 


tr 


Q7BY44 Larqe supernatant protein 2 [lspA2] [Haemophilus ducre . . . 


44 


0 


. 010 


n 


tr 


Q6LFM5 Hypothetical protein [MAL6P1 . 44 ] [Plasmodium falciparu... 


44 


0 


. 010 


n 


tr 


Q8IHV8 Hypothetical protein [PF11 0418] [Plasmodium falciparu. . . 


44 


0 


. 010 


n 


tr 


Q7REY3 235 kDa rhoptry protein (Fragment) [PY04930] [Plasmodi . . . 


44 


0 


. 010 


n 


tr 


097277 Kinesin, putative [MAL3P7.1] [Plasmodium falciparum (i... 


44 


0 


. 010 


r 


tr 


Q9PQ08 Hypothetical protein UU482 [UU482] [Ureaplasma parvum . . . 


44 


0 


. 013 


□ 


tr 


Q7RKX6 Synthetic antigen of P . falciparum, putative (Fragment)... 


44 


0 


. 013 


r 


tr 


Q7RDD8 Hypothetical protein [PY05484] [Plasmodium yoelii yoelii] 


44 


0 


. 013 


□ 


tr 


Q6GJP2 Exotoxin 1 [setl] [Staphylococcus aureus subsp. aureus... 


43 


0 


. 017 


n 


tr 


Q9ZFS5 Exotoxin 1 [setl] [Staphylococcus aureus] 


43 


0 


. 017 


n 


tr 


Q8ID19 Hypothetical protein PF13 0360 [PF13 0360] [Plasmodium. . . 


43 


0 


. 017 


□ 


tr 


Q7RH89 Asparagine-rich protein [PY04100] [Plasmodium yoelii y. . . 


43 


0 


.017 


n 


tr 


Q7RFK8 NLI interacting factor, putative [PY04698] [Plasmodium. . . 


43 


0 


.017 


n 


tr 


Q8IC44 Starp antigen [PF07 0006] [Plasmodium falciparum (isol... 


43 


0 


.022 


□ 


tr 


Q8I5Q0 Hypothetical protein [PFL0755c] [Plasmodium falciparum. . . 


43 


0 


.022 


□ 


tr 


Q7R9P1 Hypothetical protein (Fraqment) [PY06820] [Plasmodium . . . 


43 


0 


.022 


r 


sp 


P38537 SLAP BACSH Surf ace - layer 125 kDa protein precursor [Ba... 


42 


0 


. 028 


□ 


sp 


P55746 CGA2 HELPY Cytotoxicity associated immunodominant anti... 


42 


0 


.028 


r 


tr 


Q7RIU9 Hypothetical protein (Fraqment) [PY03517] [Plasmodium . . . 


42 


0 


.028 


r 


tr 


Q9BJY0 235 kDa rhoptry protein (Fraqment) [IIIa.1] [Plasmodiu. . . 


42 


0 


.028 


□ 


tr 


Q898L8 Glycerophosphoryl diester phosphodiesterase (EC 3.1.4.... 


42 


0 


037 


n 


tr 


Q7XVF0 OSJNBa0083D01.8 protein [OS JNBa0083D01 . 8] [Oryza sativ. . . 


42 


0 


037 


n 


tr 


Q8IKG8 Rhoptry protein, putative [PF14 0637] [Plasmodium f ale . . . 


42 


0 


037 


□ 


tr 


Q8IHP9 Hypothetical protein [PF11 0480] [Plasmodium falciparu... 


42 


0 


037 


□ 


tr 


Q8I469 Hypothetical protein [PFE0155w] [Plasmodium falciparum. . . 


42 


0 


037 


n 


tr 


Q7YXS0 MB 2 (Fraqment) [Plasmodium qallinaceum] 


42 


0 


037 


□ 


tr 


Q7RRK2 Protein kinase domain, putative [PY00717] [Plasmodium . . . 


42 


0 


037 


□ 


tr 


Q7RND4 Chloroquine resistance marker protein (Fragment) [PY01... 


42 


0 


037 


n 


sp 


Q7TUA3 FMT PROMP Methionyl - tRNA formyltransf erase (EC 2.1.2.9... 


42 


0 


048 


□ 


tr 


Q841F4 Iron-regulated outer membrane protein (Fraqment) [fetA. . . 


42 


0 


048 


□ 


tr 


Q8IL70 Hypothetical protein [PF14 0379] [Plasmodium falciparu. . . 


42 


0 


048 


□ 


tr 


Q8IL35 Hypothetical protein [PF14 0414] [Plasmodium falciparu. . . 


42 


0 


048 


□ 


tr 


Q8I437 Hypothetical protein [PFE0320w] [Plasmodium falciparum. . . 


42 


0 


048 


□ 


tr 


Q7RJT3 Kinesin-like protein K6 [PY03174] [Plasmodium yoelii y. . . 


42 


0 


048 


□ 


tr 


Q6H1A0 Adhesin (Fraqment) [hmw2A] [Haemophilus influenzae] 


41 


0 


063 




tr 


Q841B7 Iron-requlated outer membrane protein (Fraqment) [fetA. . . 


41 


0 


063 


D 


tr 


Q8IIV3 Hypothetical protein [PF11 0060] [Plasmodium falciparu. . . 


41 


0 


063 


□ 


tr 


Q8IHX8 Hypothetical protein [PF11 0398] [Plasmodium falciparu... 


41 


0 


063 


□ 


tr 


Q8IEH7 Hypothetical protein PF13 0079 [PF13 0079] [Plasmodium. . . 


41 


0 . 


063 
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Graphical overview of the alignments 

PI' k h I t0 resubm:i - t Y°ur query after masking regions matching PROSITE profiles 
ne e j or pfam HMMs 

(© Help ) (use ScanProsite for more details about PROSITE matches) 
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Hatches on query sequence 



Subnission 



Q6GFB8 

Q9Z4P5 

Q53599 

Q9S2Z4 

087318 

Q9K4S8 

Q8NVR4 

Q9XRS5 

Q9Z4J2 

Q99Q31 

0HP7_STRRU 

Q99QS2 

Q8NVR5 

Q99VR9 

Q7R6G8 

Q6GIR6 

Q8NXE3 

Q6GHU5 

Q6GEH4 

Q99S64 

Q6G7B8 

Q7R483 

Q7R898 

Q8G961 

Q7RJV8 

Q6LFF8 

Q8RI19 

Q8RGZ3 

Q8I581 
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Q8IIG1 
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Q8KRR1 
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Alignments 

tr Q6GFB8 MHC class II analog [SAR2030] [Staphylococcus aureus subsp. 689 
aureus AA 
MRSA252] align 

Score = 1290 bits (3337), Expect =0.0 

Identities = 668/689 (96%) , Positives = 668/689 (96%) 

Query : 1 MKFKS L I TTTLALGVL AS TGANFNTNEAS AAAKQ I DKS S S S LHHG YS KI Q I P YT I TVNGT 60 

MKFKSL I TTTLALGVLASTGANFNTNE AS AAAKQ I DKS S S S LHHG YS KI QI P YT ITVNGT 
Sbjct : 1 MKFKS L I TTTLALGVL ASTGANFNTNE AS AAAKQ IDKS S S S LHHG YS KI Q I P YT I TVNGT 60 

Query : 61 SQNILSSLTFNKNQQISYKDIENKVKSVLYFNRGISDIDLRLSKQAKYTVHFKNGTKRW 12 0 

S QN I L S S LT FNKNQQ I S YKD I ENKVKS VL Y FNRG ISDIDLRLS KQ AK YT VH F KNGT KRW 
Sbjct: 61 SQNILSSLTFNKNQQISYKDIENKVKSVLYFNRGISDIDLRLSKQAKYTVHFKNGTKRW 120 

Query: 121 DLKAGIHTADLINTSDIKAISVTWDTKKQVKDKEAKA2WQVPYTITWGTSQNILSNLTF 180 

DLKAGIHTADLINTSDIKAISWVT)TKKQVKDKEAKANVQVPYTITWGTSQNILSNLTF 
Sbjct: 121 DLKAGIHTADLINTSDIKAISVNVT)TKKQVKI)K^ 180 

Query: 181 KKNQQISYKDLENNVKSVLKSNRGITDVDLRLSKQAKFTVNFKNGTKKVIDLKAGIYTAN 240 

KKNQQISYKDLENNVKSVLKSNRGITDVDLRLSKQAKFTWFKbTGTKKVIDLKAGIYTAN 
Sbjct: 181 KKNQQISYKDLENNVKSVLKSNRGITDVDLRLSKQAKFTWFKNGTKKVIDLKAGIYTAN 240 

Query: 241 LINTGDIKNININVETKKQAKDKEAKANNQVPYSINLNGTTTNIQSNLAFSNKPWTNYKN 300 

LINTGDIKNININVETKKQAKDKEAI<ANNQVPYSINLNGTTTNIQSNLAFSNKPWTNY^ 
Sbjct: 241 LINTGDIKNININVETKKQAKDKEAKANNQVPYSINLNGTTTNIQSNLAFSNKPWTNYKN 300 

Query: 3 01 LTAK^KSVLKSDRGVSERDLKHAKKAYYTVYFKNGGKRVIHLNSNIYTANLVHAKDIKKI 360 

LTAKVKSVLKSDRGVSERDLKHAKKAYYTVYFKNGGKRVIHLNSNIYTANLVHAKDIKKI 
Sbjct: 301 LTAKVKSVLKSDRGVSERDLKHAKKAYYTVYFKNGGKRVIHLNSNIYTANLVHAKDIKKI 360 

Query: 361 EVTVKTGSKANAERYVPYTIAVNGTSTPNLSDLKFKGDSRVSYSDITKKVKSVLKYDRGI 420 

EVTVKTGSKANAERYVPYTIAVNGTSTPNLSDLKFKGDSRVSYSDITKKVKSVLKYDRGI 
Sbjct: 3 61 EVTVKTGSKANAERYVPYTIAVNGTSTPNLSDLKFKGDSRVSYSDITKKVKSVLKYDRGI 42 0 

Query: 421 GERELKYAKKATYTVHFKNGTKKVINLNSKISQLNLLFXXXXXXXXXXXXTGSKAKADSY 480 

GERELKYAKKATYTVHFKNGTKKVINLNSKISQLNLLF TGSKAKADSY 
Sbjct: 421 GERELKYAKKATYTVHFKNGTKKVINLNSKISQLNLLFVKDIKKIDVDVKTGSKAKADSY 480 

Query: 481 VPYTIAVNGTSTPIASKLKLSNKQLIGYQDLNKKVKSVLKHDRGINDIELKFAKQAKYTV 54 0 

VP YT I AVNGTSTP I AS KLKLSNKQL IGYQDLNKKVKS VLKHDRG IND I ELKF AKQAKYTV 
Sbjct: 481 VP Y T I AVNGT S T P I AS KL KL S NKQ L I G YQD LNKKVKS VL KHDRG I ND I E L KF AKQAKYTV 540 

Query: 541 HFKNGKTQVVDLKSDIFTRNLFSVXXXXXXXXXVKQHTKSNKALNKVSNIATKVKFPVTI 600 

HFKMGKTQWDLKSDIFTRNLFSV VKQHTKSNKALNKVSNIATKVKFPVTI 
Sbjct: 541 HFKNGKTQWDLKSDI FTRNLFS VKD I KKID IDVKQHTKSNKALNKVSNI ATKVKFPVT I 600 

Query: 601 NGFSNWSNEFAFLHPHKITTNDLNAKLRLALASDQGITKHDIGLSERTVYKVYFKDGSS 660 

NGFSWVSNEFAFLHPHKITTNDLNAKLRLALASDQGITKHDIGLSERTVYKVYFKDGSS 
Sbjct: 601 NGFSNWSNEFAFLHPHKITTNDLNAKLRLALASDQGITKHDIGLSERTVYKVYFKDGSS 660 

Query: 661 KFVDLKAAKQDSKVFKATDIKKVDIEIKF 689 

KF VDLKAAKQDS KVFKATD I KKVD IEIKF 
Sbjct: 661 KFVDLKAAKQDSKVFKATDIKKVDIEIKF 689 
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t r Q1M.F3... MapN protein precursor [mapN] [Staphylococcus 689 AA 

aureus] align 

Score = 1287 bits (3331), Expect = 0.0 

Identities = 666/689 (96%) , Positives = 668/689 (96%) 

Query : 1 MKFKS L I TTTL ALGVLAS TGANFNTNE AS AAAKQ IDKS S S S LHHG YS KI Q I P YT I TVNGT 60 

MKFKS L I TTTLALGVLASTGANFNTNEAS AAAKQ I DKS S S S LHHG YSKI Q I PYT I TVNGT 
Sbjct : 1 MKFKS L I TTTLALG VL AS TGANFNTNE AS AAAKQ I DKS S S SLHHG YS KI Q I PYT I TVNGT 60 

Query: 61 SQNILSSLTFNKNQQISYKDIENKVKSVLYFNRGISDIDLRLSKQAKYTVHFKNGTKRW 120 

SQNILSSLTFNKNQQISYKDIENKVKSVLYFNRGISDIDLRLSKQAKYTVHFKNGTKRW 
Sbjct : 61 SQNILSSLTFNKNQQISYKDIENKVKSVLYFNRGISDIDLRLSKQAKYTVHFKNGTKRW 12 0 

Query: 121 DLKAGIHTADLINTSDIKAISVWDTKKQVKDKEAKANVQVPYTITWGTSQNILSNLTF 180 

DLKAGIHTADLINTSDIKAISVNVDTKKQVKDKEAKANVQVPYTITVNGTSQNILSNLTF 
Sbjct: 121 DLKAG IHTADL INTSD I KAIS V7ST\/DTKKQVKDKEAKANVQVPYT ITWGTS QNILSNLTF 180 

Query: 181 KKNQQISYKDLENNVKSVLKSNRGITDTOLRLSKQAKFTWFKNGTKKVIDLKAGIYTAN 240 

KKNQQISYKDLENNVKSVLiKSNRGITDVDLRLSKQAKFTWFraGTKKVIDLKAGIYTAN 
Sbjct: 181 KKNQQISYKDLENNVKSVLKSNRGITDVI)LRLSKQAKFTWFKNGTKKVIDLKJ\GIYTAN 240 

Query: 241 LINTGDIKNININVETKKQAKDKEAKANNQVPYSINLNGTTTNIQSNLAFSNKPWTNYKN 3 00 

LINTGDIKNININVETKKQAKDKEAKANNQVPYSINLNGTTTNIQSNLAFSNKPWTNYKN 
Sbjct: 241 LINTGDIKNININVETKKQAKDKEAKANNQVPYSINLNGTTTNIQSNLAFSNKPWTNYKN 3 00 

Query: 3 01 LTAKVKS VLKSDRGVS ERDLKHAKKAYYTVYFKNGGKRVIHLNSNI YTANL VHAKD I KKI 3 60 

LTAKVKSVLKSDRGVSERDLKHAKKAYYTVYFI^NGGKRVIHLNSNIYTANLVHAKDIKKI 
Sbjct: 301 LTAKVKSVLKSDRGVSERDLKHAKKAYYTVYFKNGGKRVIHLNSNIYTANLVHAKDIKKI 360 

Query: 361 EVTVKTGSKANAERYVPYTIAVNGTSTPNLSDLKFKGDSRVSYSDITKKVKSVLKYDRGI 420 

EVTVKTGSKANAERYVPYTIAVNGTSTPNLSDLKFKGDSRVSYSDITKKVKSVLKYDRGI 
Sbjct: 361 EVTVKTGSKANAERYVPYTIAVNGTSTPNLSDLKFKGDSRVSYSDITKKVKSVLKYDRGI 420 

Query: 421 GERELKYAKKATYTVHFKNGTKKVINLNSKISQLNLLFXXXXXXXXXXXXTGSKAKADSY 4 80 

GERELKYAKKATYTVHFKNGTKKVINLNSKISQLNLLF TGSKAKADSY 
Sbjct: 421 GERELKYAKKATYTVliFKNGTKKVINLNSKISQLNLLFVKDIKKIDvTlVKTGSKAKADSY 480 

Query: 481 VPYTIAVNGTSTPIASKLKLSNKQLIGYQDLNKKVKSVLKHDRGINDIELKFAKQAKYTV 540 

VP YTI AVNGTSTP IAS KL + LSNKQL IGYQDLNKKVKS VLKHDRG INDI ELKF AKQAKYTV 
Sbjct: 481 VPYTIAVNGTSTPIASKLRLSNKQLIGYQDLNKKVKSVLKHDRGINDIELKF AKQAKYTV 540 

Query: 541 HFKNGKTQWDLKSDIFTRNLFSVXXXXXXXXXVKQHTKSNKALNKVSNIATKVKFPVTI 600 

HFKNGKTQWDLKSDIFTRNLFSV VKQHTKSNKALNKV-fNIATKVKFPVTI 
Sbjct: 541 HFKNGKTQVVI)LKSDIFTRNLFSVKDIKKIDIDVKQHTKSNKALNKVANIATKVKFPVTI 600 

Query: 601 NGFSNWSNE FAFLHPHKI TTNDLNAKLRL ALASDQG I TKHD I GLS ERTVYKVYFKDGS S 660 

NGFSNWSNEFAFLHPHKITTNDLNAKLRLALASDQGITKHDIGLSERTVYKVYFKDGSS 
Sbjct: 601 NGFSNWSNE FAFLHPHKI TTNDLNAKLRLALASDQG I TKHD I GLS ERTVYKVYFKDGS S 660 

Query: 661 KF VDLKAAKQDS KVFKATD I KKVD I E I KF 689 

KF VDLKAAKQD S KVF KATD I KKVD I E I KF 
Sbjct: 661 KF VD L KAAKQD S KVF KATD I KKVD I E I KF 689 
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tr Q53599 MHC class II analog [Staphylococcus aureus] 689 AA 

align 

Score = 1229 bits (3179), Expect = 0.0 

Identities = 635/689 (92%), Positives = 648/689 (93%) 

Query : 1 MKFKS L I TTTLALG VLAS TGANFNTNEAS AAAKQ I DKS S S S LHHG YS KI Q I P YT I TVNGT 60 

MKFKSLITTTLALGV+ASTGAN + TNEAS AAAKQ I DKS S S S LHHG Y S KI Q I P YT I TVNGT 
Sbjct : 1 MKFKSL I TTTL ALGVI AS TGANLDTNE AS AAAKQ I DKS S S S LHHG YS KI Q I P YT I TVNGT 60 

Query: 61 SQNILSSLTFNKNQQISYKDIENKVKSVLYFNRGISDIDLRLSKQAKYTVHFKNGTKRW 12 0 

SQNILSSLTFNKNQQISYKDIENKVKSVLYFNRGISDIDLRLSKQAKYTVHFKNGTKRVV 
Sbjct : 61 SQNILSSLTFNKNQQISYKDIENKVKSVLYFNRGISDIDLRLSKQAKYTVHFKNGTKRW 120 

Query: 121 DLKAGIHTADL INTSDI KAI S VNVDTKKQVKDKEAKANVQVP YT I TVNGTSQNI LSNLTF 180 

DLKAGIHTADLINTSDIKAISVNVDTKKQVKDKEAKANVQVPYTITVNGTSQNILSNLTF 
Sbjct: 121 DLKAGIHTADL INTSD I KAI S VNVDTKKQVKDKEAKANVQVP YT I TVNGTSQNI LSNLTF 180 

Query: 181 KKNQQ I S YKDLENNVKS VLKSNRG I TD VDLRL S KQAKFTVNFKNGTKKVIDLKAG I YTAN 240 

KKNQQISYKDLENNVKSVLKSNRGITDVDLRLSKQAKFTVNFKNGTKKVIDLKAGIYTAN 
Sbjct: 181 KKNQQ I S YKDLENNVKS VLKSNRG I TD VDLRL S KQAKFTVNFKNGTKKVIDLKAG I YTAN 240 

Query: 241 L INTGD I KNININVETKKQAKDKEAKANNQVP YS INLNGTTTNI QSNLAFSNKPWTNYKN 300 

LINTG IKNININVETKKQAKDKEAK NNQVPYS INLNGTTTNI QSNLAFSNKPWTNYKN 
Sbjct: 241 LINTGGIKNININVETKKQAKDKEAKVNNQVPYSINLNGTTTNIQSNLAFSNKPWTNYKN 300 

Query: 3 01 LTAKVKSVLKSDRGVSERDLKHAKKAYYTVYFKNGGKRVIHLNSNIYTANLVHAKDIKKI 3 60 

LT KVKSVLKSDRGVSERDLKHAKKAYYTVYFKNGGKRVIHLNSNI YTANLVHAKD+K+ I 
Sbjct: 301 LTTK^KSVLKSDRGVSERDLKHAKKAYYTVYFKNGGKRVIHLNSNIYTANLVHAKDVKRI 360 

Query: 3 61 EVTVKTGSKANAERYVPYTIAVNGTSTPNLSDLKFKGDSRVSYSDITKKVKSVLKYDRGI 42 0 

EVTVKT SK AERYVPYTIAVNG S P LSDLKF GDSRVSYSDI KKVKSVLK+DRGI 
Sbjct: 361 EVTVKTVSKVKAERYVPYTIAVNGASNPTLSDLKFTGDSRVSYSDIKKKVKSVLKHDRGI 420 

Query: 421 GERELKYAKKATYTVHFKNGTKKVINLNSKISQLNLLFXXXXXXXXXXXXTGSKAKADSY 480 

GERELKYA+KATYTVHFKNGTKKVINLNS ISQLNLL+ TG+KAK SY 

Sbjct: 421 GERELKYAEKATYTVHFKNGTKKVINLNSNISQLNLLYVKDIKNIDIDVKTGAKAKVYSY 480 

Query: 4 81 VPYTIAVNGTSTPIASKLKLSNKQLIGYQDLNKKVKSVLKHDRGINDIELKFAKQAKYTV 54 0 

VPYTIAVNGT+TPIASKLKLSNKQLIGYQDLNKKVKSVLKHDRGINDIELKFAKQAKYT+ 
Sbjct: 481 VPYTIAVNGTTTPIASKLKLSNKQLIGYQDLNKKVKSVLKHDRGINDIELKFAKQAKYTI 540 

Query: 541 HFKNGKTQWDLKSDIFTRNLFSVXXXXXXXXXVKQHTKSNKALNKVSNIATKVKFPVTI 600 

HFKNGKTQWDLKSDI FTRNLFSV VKQ +KSNKALNKV+N ATKVKFPVTI 

Sbjct: 541 HFKNGKTQWDLKSD I FTRNLFS VKD I KKIDINVKQQS KSNKALNKVTNKATKVKFPVTI 600 

Query: 601 NGFSNWSNEFAFLHPHKITTNDLNAKLRLALASDQGITKHDIGLSERTVYKVYFKDGSS 660 

NGFSN+VSNEFAFLHPHKITTNDLNAKLRLAL SDQGITKHDIGLSERTVYKVYFKDGSS 
Sbjct: 601 NGFSNLVSNEFAFLHPHKITTNDLNAKLRLALRSDQGITKHDIGLSERTVYKVYFKDGSS 660 

Query: 661 KFVDLKAAKQDSKVFKATDIKKVDIEIKF 68 9 

K D L KAAKQD S KVF KATD I KK VD IEIKF 
Sbjct: 661 KLEDLKAAKQDSKVFKATDIKKVD IEIKF 689 



tr Q9S2Z4 Cell surface protein map-w precursor [map-w] [Staphylococcus 687 AA 
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aureus] 

align 

Score = 979 bits (2530), Expect = 0.0 

Identities = 510/688 (74%), Positives = 580/688 (84%), Gaps = 10/688 (1%) 

Query: 1 MKFKS L I TTTL ALGVLAS TGANFNTNE AS AAAKQ I DKS S S S LHHG YS KI Q I P YT I TVNGT 60 

MKFKS L I TTTLALGV+ ASTGANFNTNEAS AAAK +DKSSS+LHHG+S IQIPYTITWGT 
Sbjct : 1 MKFKSL ITTTLAIjGVI ASTGANFNTNEAS AAAKPLDKS S STLHHGHSNI Q I PYTI TVNGT 60 

Query : 6 1 SQNILSSLTFNKNQQISYKDIENKVKSVLYFNRGISDIDLRLSKQAKYTVHFKNGTKRW 12 0 

SQNILSSLTFNKNQ I S YKD I ENKVKS VL YFNRG I SD IDLRL S KQA+ YTVHFKNGTKRV+ 
Sbjct : 61 SQNILSSLTFNKNQNISYKDI ENKVKS VLYFNRGISDIDLRLSKQAEYTVHFKNGTKRVI 120 

Query: 121 DLKAGIHTADLINTSDIKAIS VTWDTKKQVKD^ 180 

DLK-f GI+TADLINTSDIKAISVNVDTKKQ KDK AKANVQVPYTITVNGTSQNILSNLTF 
Sbjct: 121 DLKSGIYTADLINTSDIKAISVNVDTKKQPKDK-AKANVQVPYTITVNGTSQNILSNLTF 179 

Query: 181 KKNQQISYKDLENNVKSVLKSNRGITDVX)LRLSKQAKFTWFKNGTKKVIDLKAGIYTAN 240 

KNQ ISYKDLE+ VKSVL+SNRGITDVDLRLSKQAK+TVNFKNGTKKVIDLKAGIYTAN 
Sbjct: 180 NKWQNISYKI)LEDK^KSVLESNRGITDVT)LRLSKQAKYTWFKNGTKKVIDLKAGIYTAN 239 

Query: 241 LINTGDIKNININVETKKQAKDKEAKANNQVPYSINLNGTTTNIQSNLAFSNKPWTNYKN 3 00 

LIN+ DIK+ININV+TKK ++K AK N QVPYS INLNGT+TNI SNL+FSNKPWTNYKN 
Sbjct: 240 LINSSDIKSININVDTKKHIENK-AKRNYQVPYSINLNGTSTNILSNLSFSNKPWTNYKN 298 

Query: 301 LTAKVKSVLKSDRGVSERDLKHAKKAYYTVYFKNGGKRVIHLNSNIYTANLVHAKDIKKI 360 

LT+++KSVLK DRG+SE+DLK+AKKAYYTVYFKNGGKR++ LNS YTANLVH KD+K+I 
Sbjct: 299 LTS Q I KS VLKHDRG I S EQDLKYAKKAY YTVYFKNGGKR I LQLNS KNYTANL VHVKD VKR I 358 

Query: 361 EVTVKTGSKANAERYVPYTIAVNGTSTPNLSDLKFKGDSRVSYSDITKKVKSVLKYDRGI 42 0 

E+TVKTG+KA A+RYVPYTIAVNGTSTP LSDLKF GD RV Y DITKKVKSVLK+DRGI 
Sbjct: 359 EITVKTGTKAKADRYVPYTIAVNGTSTPILSDLKFTGDPRVGYKDITKKVKSVLKHDRGI 418 

Query: 421 GERELKYAKKATYTVHFKNGTKKVINLNSKISQLNLLFXXXXXXXXXXXXTGSKAKADSY 480 

GERELKYAKKATYTVHFKNG KKVINLNSKISQLNLL+ TGSKAKADSY 
Sbjct: 419 GERELKYAKKATYTVHFKNGKKKVINLNSKISQLNLLYVQDIKKIDIDVKTGSKAKADSY 478 

Query: 481 VPYTIAVNGTSTPIASKLKLSNKQLIGYQDLNKKVKSVLKHDRGINDIELKFAKQAKYTV 540 

VPYTIAVNGTSTPI SKLK+SNKQLI Y+ LN KVKSVLK++RGI+D++LKFAKQAKYTV 
Sbjct: 479 VPYTIAVNGTSTPILSKLKISNKQLISYKYLNDKVKSVLKNERGISDLDLKFAKQAKYTV 538 

Query: 541 HFKNGKTQVVDLKSDIFTRNLFSVXXXXXXXXXVKQHTKSNKALNKVSNIATKVKFPVTI 600 

+FKNGK QVV+LKSDIFT NLFS VK +K + + V + + + 

Sbjct: 539 YFKNGKKQWNLKSDIFTPNLFSAKDIKKIDIDVKTGSK AKADSYVPYTIAV 590 

Query: 601 NGFSNWSNEFAFLHPHKITTNDLNAKLRLALASDQGITKHDIGLSERTVYKVYFKDGSS 660 

NG S + H + 1+ LN K++ L S++GI+ D+ + + + Y VYFK-fG 

Sbjct: 591 NGTSTP I LSKLKI SNKQL I S YKYLNDKVKS VLKSERGI SDLDLKFAKQAKYTVYFKNGKK 650 

Query: 661 KF VDL KAAKQD S KVF KATD I KKVD I E I K 688 

+ V+LK+ +F A DIKK+DI++K 

Sbjct: 651 QWNLKSD I FTPNLFS AKD I KKI D IDVK 678 

Score = 652 bits (1681), Expect =0.0 

Identities = 340/559 (60%), Positives = 426/559 (75%), Gaps = 6/559 (1%) 
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Query: 24 NTNEASAAAKQIDKSSSSLHHGYSKIQIPYTITVNGTSQNILSSLTFNKNQQISYKDIEN 83 

NT++ A + +D + +Q+PYTITVNGTSQNILS+LTFNKNQ ISYKD+E + 

Sbjct: 133 NTSDIKAISVNVDTKKQPKDKAKANVQVPYTITVNGTSQNILSNLTFNKNQNISYKDLED 192 

Query: 84 KVKS VL YFNRGI SD IDLRLS KQAKYTVHFKNGTKRVVDLKAG IHTADL INTSD I KAI S VN 14 3 

KVKSVL NRGI+D+DLRLSKQAKYTV+FKNGTK+V+DLKAGI+TA+LIN+SDIK+I-f +N 
Sbjct: 193 KVKSVLESNRGITDVDLRLSKQAKYTVNFKNGTKKVIDLKAGIYTANLINSSDIKSININ 252 

Query: 144 VDTKKQVKDKE AKANVQ VP YT I TVNGTS QN I LSNLTF KKNQQ I S YKDLENNVKS VLKSNR 2 03 

VDTKK + ++K AK N QVPY+I +NGTS NILSNL+F +YK+L 4- +KSVLK +R 

Sbjct: 253 VDTKKHIENK-AKRNYQVPYSINLNGTSTNILSNLSFSMKPWTNYKNLTSQIKSVLKHDR 311 

Query: 2 04 GITDVDLRLSKQAKFTVNFKNGTKKVIDLKAGIYTANLINTGDIKNININVETKKQAKDK 263 

GI++ DL+ +K+A +TV FKNG K+++ L + YTANL++ D+K I I V+T 
Sbjct: 312 G I S EQDLKYAKKAYYT VYFKNGGKR I LQLNS KNYTANL VHVKDVKR I E I TVKT GT 366 

Query: 264 EAKANNQVPYSINLNGTTTNIQSNLAFSNKPWTNYKNLTAKVKSVLKSDRGVSERDLKHA 323 

+AKA+ VPY+I +NGT+T I S+L F+ P YK++T KVKSVL K DRG+ ER+LK+A 
Sbjct: 367 KAKADRYVPYTIAVNGTSTPILSDLKFTGDPRVGYKDITKKVKSVLKHDRGIGERELKYA 426 

Query: 324 KKAYYTVYFKNGGKRVIHLNSNIYTANLVHAKDIKKIEVTVKTGSKANAERYVPYTIAVN 383 

KKA YTV-f FKNG K+VI+LNS I NL+ + +DIKKI++ VKTGSKA A+ YVPYTIAVN 
Sbjct: 427 KKATYTVHFKNGKKKVINLNSKISQLNLLYVQDIKKIDIDVKTGSKAKADS YVPYTIAVN 486 

Query: 3 84 GTSTPNLSDLKFKGDSRVSYSDITKKVKSVLKYDRGIGERELKYAKKATYTVHFKNGTKK 443 

GTSTP LS LK +SY + KVKSVLK +RGI + +LK+AK+A YTV+FKNG K+ 

Sbjct: 487 GTSTPILSKLKISNKQLISYKYLNDKVKSVLKNERGISDLDLKFAKQAKYTVYFKNGKKQ 546 

Query: 444 VINLNSKISQLNLLFXXXXXXXXXXXXTGSKAKADSYVPYTIAVNGTSTPIASKLKLSNK 503 

V+NL SI NL TGSKAKADSYVPYTIAVNGTSTPI SKLK+SNK 

Sbjct: 547 VVNLKSDIFTPNLFSAKDIKKIDIDVKTGSKAKADSYVPYTIAVNGTSTPILSKLKISNK 606 

Query: 504 QLIGYQDLNKKVKSVLKHDRGINDIELKFAKQAKYTVHFKNGKTQWDLKSDIFTRNLFS 563 

QLI Y+ LN KVKSVLK +RGI +D+ +LKFAKQAKYTV+FKNGK QW+LKSDIFT NLFS 
Sbjct: 607 QLISYKYLNDKVKSVLKSERGISDLDLKFAKQAKYTVYFKNGKKQWNLKSDIFTPNLFS 666 



Query: 564 VXXXXXXXXXVKQHTKSNK 582 

VKQ+TKS K 
Sbjct: 667 AKDIKKIDIDVKQYTKSKK 685 



Score = 318 bits (814) , Expect = 3e-85 

Identities = 175/323 (54%) , Positives = 229/323 (70%) , Gaps = 12/323 (3%) 

Query: 51 IPYTITVNGTSQNILSSLTFNKNQQISYKDIENKVKSVLYFNRGISDIDLRLSKQAKYTV 110 

+ PYTI VNGTS ILS L F + + + YKDI KVKSVL +RGI + +L+ +K+A YTV 
Sbjct: 374 VP YT I AVNGTS TP I L SDLKFTGDPRVG YKD I TKKVKS VLKHDRG I GERELKYAKKAT YTV 433 

Query: 111 HFKNGTKRWDLKAGIHTADLINTSDIKAISVlSrra 170 

HFKNG K+V++L + I +L+ DIK I ++V T +AKA+ VPYTI VNGT 

Sbjct: 434 HFKNGKKKVINLNS KI SQLNLL YVQD I KKI D ID VKT GSKAKADSYVPYTIAVNGT 488 

Query: 171 SQNILSNLTFKKNQQISYKDLENNVKSVLKSNRGITDVDLRLSKQAKFTVNFKNGTKKVI 230 

S ILS L Q ISYK L + VKSVLK+ RGI+D+DL+ +KQAK+TV FKNG K+V+ 

Sbjct: 489 STPILSKLKISNKQLISYKYLNDKVKSVLKNERGISDLDLKFAKQAKYTVYFKNGKKQW 548 

Query: 231 DLKAGIYTANLINTGDIKNININVETKKQAKDKEAKANNQVPYSINLNGTTTNIQSNLAF 290 
+LK+ I+T NL + DIK I+I+V+T +AKA++ VPY+I +NGT+T I S L 
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Search in Swiss-Prot: There are matches to 0 out of 155596 entries 
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Q7ZYW1 

SI:dZ194E12.12 (Novel MHCII beta chain protein) (Fragment) {GENE:Name=SI:dZ194E12.12} 
- Brachydanio rerio (Zebrafish) (Danio rerio) 
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Brachydanio rerio (Zebrafish) (Danio rerio) 
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SI:dZ266F07.2 (Novel MHCII alpha chain protein) {GENE:Name=SI:dZ266F07.2} - 
Brachydanio rerio (Zebrafish) (Danio rerio) 
Q9TPE3 

MHC class II antigen (Fragment) {GENE:Name=MhcII} - Polypterus sp. (Bichir) 
Q9TPE4 

MHC class II antigen (Fragment) {GENE:Name=MhcII} - Polypterus sp. (Bichir) 
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(57) ABSTRACT 
A bioinformatic method is provided for identifying and 
isolating proteins with MSCRAMM®-like characteristics 
from Gram positive bacteria, such as Enterococcus, Staphy- 
lococcus, Streptococcus and Bacillus bacteria, which can 
then be utilized in methods to prevent and treat infections 
caused by Gram-positive bacteria. The method involves 
identifying from sequence information those proteins with a 
putative C-terminal LPXTG (SEQ ID NO:l) cell wall sort- 
ing signal and other structural similarities to MSCRAMM® 
proteins having the LPXTG -anchored cell wall proteins. The 
MSCRAMM® proteins and immunogenic regions therein 
that are identified and isolated using the present invention 
may be used to generate antibodies useful in the diagnosis, 
treatment or prevention of Gram positive bacterial infec- 
tions. 
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ABSTRACT : 



Proteins and polypeptides from coagulase -negative staphylococcal bacteria such as 
S. epidermidis , including proteins designated SdrF, SdrG and SdrH, and their 
effective fragments such as their respective A domains, are provided which are 
useful in the prevention and treatment of infection caused by coagulase-negative 
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(SEQ ID NO: 16) . The proteins and polypetides may be useful in generating 
a ntibodies for the diagnosis and treatment of coagulase-negative staphylococcal 
infections . 
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